ABSTRACT A complete genome of human respiratory syncytial virus was sequenced and analyzed. Phylogenetic analysis showed that the full-length human respiratory syncytial virus (HRSV) genome sequence belongs to gene type NA1. We sequenced the genome in order to create the full-length cDNA infectious clone and develop vaccines against HRSV.
with GER 0825/05/06, GER 3897/06-07, GER 0897/06-07, Beijing A/04/07, Beijing A/04/ 58, and Chongqing A/08/03 (6) . The HRSV genotype (HRSV-A NA1) was similar to those circulating during the same period in Cambodia, Japan, and Canada (4, 5, 7) , suggesting that the genotype strain might be circulating globally. This study highlights the importance of global molecular epidemiological surveys of new strains of HRSV and provides a public health warning for possible outbreaks in the future. Accession number(s). The whole-genome sequence of HRSV-A strain LZ01/09 has been deposited in GenBank under the accession no. KY782635.
